. In silico data analysis of genes induced by the 4mer. (A) Venn diagrams distribution of subsets of overlapping genes after 4mer, 8mer or CHH treatment, showing ≥1.5-fold change in expression; (B) Venn diagrams distribution of subsets of overlapping genes showing ≤1.5-fold change in expression after 4mer, 8mer or CHH treatment. The statistic used for clustering wastwo-way
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